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SUPPLEMENTAL MATERIAL


Table 1

Species	Source	URL
Caenorhabditis elegans	Wormbase	ftp://ftp.wormbase.org/pub/wormbase/data_freezes/WS140/acedb/wormpep140.tar.gz 
Ciona intestinalis	JGI	ftp.jgi-psf.org/pub/JGI_data/Ciona/v1.0/ciona.prot.fasta.gz
Drosophila melanogaster	BDGP	ftp.fruitfly.org/pub/download/compressed/aa_whole-genome_peptide_dmel_RELEASE3.FASTA.gz
Gallus gallus		
Homo sapiens	IPI	ftp.ebi.ac.uk/pub/databases/IPI/current/ipi.HUMAN.fasta.gz
Mus musculus	IPI	ftp.ebi.ac.uk/pub/databases/IPI/current/ipi.MOUSE.fasta.gz
Strongylocentrotus purpuratus	Baylor	http://www.hgsc.bcm.tmc.edu/


Source of proteomes. For each species used in our analyses the institutional source and the URL for each downloaded genome is indicated. (JGI, Joint Genome Institute, Department of Energy; BDGP, Berkeley Drosophila genome Project; IPI, International Protein Index, European Bioinformatics Institute; Wormbase, the Wormbase Consortium at California Institute of Technology, Cold Spring Harbor Laboratory, Washington University at St. Louis, and The Wellcome Trust Sanger Institute; Baylor ....).




Table 2.  Summary of protein numbers associated with each genome
Proteomea	Total objectsb	Non redundant objectsc
C. elegans	22,420	19,735
C. intestinalis	15,852	15,852
D. melanogaster	17,878	13,738
G. gallus	24,168	18,632
M. musculus	46,557	23,917
N. vectensis	27,273	27,273
S. purpuratus	28,944	28,944

a Species from which the protein sequences derived.
b Number of individual protein entries for each species used in the IPRSCAN.
c Number of individual sequences after removal of redundancy.




